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<210> 1 
<211> 2182 
<212> DNA 

<213> Eimeria tenella 

<220> 
<221> CDS 

<222> (715) . . . (1722) 
<400> 1 

gcggccgcgt cgacgtcttt gctgccgcac agggagcagc agcagccgcc gacccgatcc 60 
cttgggagcc caccaagtgc tgcgcttgct tagcagctac aggagctgcc gcggggttgc 12 0 
tccctgaggc agcgtgcatg tatggtccgg cagccagctt ggtgtcgcag ccgtacttct 180 
tggaagcgag agagactgtg ggagagcgca aatcactcca gccgcttcca ggggagtctg 240 
gggaccgcag gagcgttgga ggctgcctgc cggcataaac aggaacaagc gcattcttat 300 
tcttctgtgg ttgctgagtt ctggctgcgt tcaagggggt tcacctcttc cccttctggc 360 
gagtttttgc tgcgtctttc cctaagaagc agcgccacgt gcgtggcgtg cctcagcctg 420 
acgcggtgca ccttttacgt aagagcgtcg atagcatcgg tcatctacag cagcgtgctg 480 
ctgcttccgt gacctttaca ctgcttgtgg cgggccgtct tgtagagggg ccatctgctt 540 
gttcgctgct ggacgcagac ccggcgcccg acatttccgg cagccgggca gttgagataa 600 
accggctgcc cggtggccgt cgaaattgaa gcaggatctc tacagtaagg aacaaatcgc 660 
gctattttta aggagtgtgt atacttgggg cgttactcgt gagtattgct gatg atg 717 

Met 
1 

gac gtc cgt gtg ggg ggt aag tat cgt ttg ggg agg aag att ggg age 765 
Asp Val Arg Val Gly Gly Lys Tyr Arg Leu Gly Arg Lys lie Gly Ser 

5 10 15 

gga tec tte ggc gac ate tae ctt ggt aeg aac ate tea aea gga gat 813 
Gly Ser Phe Gly Asp lie Tyr Leu Gly Thr Asn lie Ser Thr Gly Asp 

20 25 30 

gaa gtc get ate aaa ttg gaa age gtg egg tct agg eat cca eaa eta 861 

- 1 - 



Glu Val Ala lie Lys Leu Glu Ser Val Arg Ser Arg His Pro Gin Leu 

35 40 45 

ate tat gaa age aag ctg tac aaa ate eta acg ggt gga ate gga ate 909 
lie Tyr Glu Ser Lys Leu Tyr Lys lie Leu Thr Gly Gly lie Gly lie 
50 55 60 65 

ccg act ctt tac tgg tat ggg ate gag ggg gat tae aae gtt atg att 957 
Pro Thr Leu Tyr Trp Tyr Gly lie Glu Gly Asp Tyr Asn Val Met lie 

70 75 80 

att gag ett ttg gge eeg tet ett gag gac etc tte age att tgc aae 1005 
lie Glu Leu Leu Gly Pro Ser Leu Glu Asp Leu Phe Ser lie Cys Asn 

85 90 95 

aga aag ctt tet ttg aag act gtt ctg atg etc gee gae caa atg eta 1053 
Arg Lys Leu Ser Leu Lys Thr Val Leu Met Leu Ala Asp Gin Met Leu 

100 105 110 

aat egt att gag tte gte eae age aga eat tte ate eat ega gae ate 1101 
Asn Arg lie Glu Phe Val His Ser Arg His Phe lie His Arg Asp lie 

115 120 125 

aag cct gac aat ttt ttg ate ggt agg gge aaa aag atg tec att gtt 1149 
Lys Pro Asp Asn Phe Leu lie Gly Arg Gly Lys Lys Met Ser lie Val 
130 135 140 145 

ttt get ate gae ttt gge ete gea aag aag tae aga gat eee aga aea 1197 
Phe Ala lie Asp Phe Gly Leu Ala Lys Lys Tyr Arg Asp Pro Arg Thr 

150 155 160 

eag tec cat att cct tat ega gaa ggg aag aae etg aea ggt ace geg 1245 
Gin Ser His lie Pro Tyr Arg Glu Gly Lys Asn Leu Thr Gly Thr Ala 

165 170 175 

agg tae gee tet gtg aae aee eae ttg gga ata gaa eag age agg ege 1293 
Arg Tyr Ala Ser Val Asn Thr His Leu Gly lie Glu Gin Ser Arg Arg 

180 185 190 

gat gat etg gaa geg ete gge tac gte tta atg tac tte aae aga ggt 1341 
Asp Asp Leu Glu Ala Leu Gly Tyr Val Leu Met Tyr Phe Asn Arg Gly 

195 200 205 

tee tta eee tgg eaa gga tta aag gee aet aeg aag aaa gat aaa tat 1389 
Ser Leu Pro Trp Gin Gly Leu Lys Ala Thr Thr Lys Lys Asp Lys Tyr 
210 215 220 225 

gae aag att atg gag aag aag atg tee aee eet att gaa gte ett tge 1437 
Asp Lys lie Met Glu Lys Lys Met Ser Thr Pro lie Glu Val Leu Cys 

230 235 240 

aaa caa ttt cea ttt gag ttt ate aea tat ctg aae tat tgc egg tet 1485 
Lys Gin Phe Pro Phe Glu Phe lie Thr Tyr Leu Asn Tyr Cys Arg Ser 

245 250 255 

etg ega tte gaa gat ege eeg gae tat tee tat ttg aga egg ttg tte 1533 
Leu Arg Phe Glu Asp Arg Pro Asp Tyr Ser Tyr Leu Arg Arg Leu Phe 

260 265 270 

aag gat ctt tte tte cgt gag gga tac eag tat gac ttt ata tte gat 1581 
Lys Asp Leu Phe Phe Arg Glu Gly Tyr Gin Tyr Asp Phe lie Phe Asp 

275 280 285 

tgg aea ttt etg cat get gag aga gag ege gag egt caa aga ega teg 1629 
Trp Thr Phe Leu His Ala Glu Arg Glu Arg Glu Arg Gin Arg Arg Ser 
290 295 300 305 

atg gte aae caa gge gea gaa tea ggg aae eag tgg aga ega gac geg 167 7 
Met Val Asn Gin Gly Ala Glu Ser Gly Asn Gin Trp Arg Arg Asp Ala 

310 315 320 

teg gge aga gat cca ctt gga egg ttg cct cag tta gaa eeg taa 1722 

-2- 



Ser Gly Arg Asp Pro Leu Gly Arg Leu Pro Gin Leu Glu Pro * 

325 330 335 



tctctttacg ggcagattgc cgtacgggtc ttctgctcat tcagtggcag tgccaccgca 1782 
gtgctatctg aggctgtggc ttcaggatgt ggtagccagt taccatggtc acttgccctc 1842 
gctaggacag ccttcgcagg gaaatgtcac agtagcctgc attatgtggt gtgagaactg 1902 
ctagcgcatt cctgtagttg cttttacgaa gcaggatacg cagcgtgcat cacgcggtgg 1962 
ttcgagcgct cgctacgcat cacagggctg tgaggcaagt tagtatcttt gggggacgag 2022 
ttgagagtgt cagaatcgat agtctcaggg catgcaggcg aaatggaggc tgcgccagta 2082 
gtgccagccg gtggcgaagg cgtcaaattt actttttttg ttgctgggga tattgttaga 2142 
gcaacaactt gggtctagat gctactgata aaaaaaaaaa 2182 



<210> 2 
<211> 335 
<212> PRT 

<213> Eimeria tenella 



<400> 2 

Met Asp Val Arg 
1 

Ser Gly Ser Phe 

20 

Asp Glu Val Ala 
35 

Leu lie Tyr Glu 
50 

lie Pro Thr Leu 
65 

lie lie Glu Leu 

Asn Arg Lys Leu 

100 

Leu Asn Arg lie 
115 

lie Lys Pro Asp 
130 

Val Phe Ala lie 
145 

Thr Gin Ser His 

Ala Arg Tyr Ala 

180 

Arg Asp Asp Leu 
195 

Gly Ser Leu Pro 
210 

Tyr Asp Lys lie 
225 

Cys Lys Gin Phe 

Ser Leu Arg Phe 

260 

Phe Lys Asp Leu 
275 



Val Gly Gly Lys 
5 

Gly Asp lie Tyr 

lie Lys Leu Glu 

40 

Ser Lys Leu Tyr 
55 

Tyr Trp Tyr Gly 

70 

Leu Gly Pro Ser 
85 

Ser Leu Lys Thr 

Glu Phe Val His 

120 

Asn Phe Leu lie 
135 

Asp Phe Gly Leu 
150 

lie Pro Tyr Arg 
165 

Ser Val Asn Thr 

Glu Ala Leu Gly 

200 

Trp Gin Gly Leu 
215 

Met Glu Lys Lys 
230 

Pro Phe Glu Phe 

245 

Glu Asp Arg Pro 

Phe Phe Arg Glu 

280 



Tyr Arg Leu Gly 
10 

Leu Gly Thr Asn 
25 

Ser Val Arg Ser 

Lys lie Leu Thr 

60 

lie Glu Gly Asp 
75 

Leu Glu Asp Leu 
90 

Val Leu Met Leu 
105 

Ser Arg His Phe 

Gly Arg Gly Lys 

140 

Ala Lys Lys Tyr 
155 

Glu Gly Lys Asn 
170 

His Leu Gly lie 
185 

Tyr Val Leu Met 

Lys Ala Thr Thr 

220 

Met Ser Thr Pro 
235 

lie Thr Tyr Leu 

250 

Asp Tyr Ser Tyr 
265 

Gly Tyr Gin Tyr 



At* CI 




He 








15 




lie 


Ser 


Thr 


Gly 




30 






Arg 


His 


Pro 


Gin 


45 








Gly 


Gly 


He 


Gly 


Tyr 


Asn 


Val 


Met 








80 


Phe 


Ser 


He 


Cys 






95 




Ala 


Asp 


Gin 


Met 




110 






lie 


His 


Arg 


Asp 


125 








Lys 


Met 


Ser 


He 


Arg 


Asp 


Pro 


Arg 








160 


Leu 


Thr 


Gly 


Thr 






175 




Glu 


Gin 


Ser 


Arg 




190 






Tyr 


Phe 


Asn 


Arg 


205 








Lys 


Lys 


Asp 


Lys 


lie 


Glu 


Val 


Leu 








240 


Asn 


Tyr 


Cys 


Arg 






255 




Leu 


Arg 


Arg 


Leu 




270 






Asp 


Phe 


He 


Phe 



285 



Asp Trp Thr Phe Leu His 
290 

Ser Met Val Asn Gin Gly 
305 310 

Ala Ser Gly Arg Asp Pro 

325 



Ala Glu Arg Glu Arg 
295 

Ala Glu Ser Gly Asn 

315 

Leu Gly Arg Leu Pro 

330 



Glu Arg Gin Arg Arg 
300 

Gin Trp Arg Arg Asp 

320 

Gin Leu Glu Pro 

335 



<210> 3 
<211> 2076 
<212> DNA 

<213> Toxoplasma gondii 

<220> 
<221> CDS 

<222> (898) . . . (1872) 
<400> 3 

cctcgttttg cttcattccc cgccttttct ctgtagctaa ccaaaggaac aaagtcagcg 60 
gtagaagccg tttcttctgt ccgcttccca ctcttcccgt tcggctgccc ctgcagagcg 120 
ccctttctat gcgttgccac ccgtctgcaa gtatcgcgtc tttcgtctca tcagtgattt 180 
tctttgcgtg tcgcgttcgg gacgcccttt tctctcctca actaactagc agacgtttct 240 
tccgtcccgc atgcgacagc gaagggcacg tccccccagt tcttcatcgc ccacctgttg 300 
tgcaacttgt cgcccgtcgt tcttcacttc ttctctccca tcctctcgtg actcttcctc 360 
tcgagaactc tttctgtcga actctcaacc cccacgactg ctggtttcgt ggccgtcccg 420 
catgcacctt gtgtcccgcc gccttggcgc aaacacccgc tttctctgct gtccgcctcc 480 
cggtggactt ctctccgtgt tttttcgtgt tgccaaaagt ttgtctgctt tgacgtttct 540 
ctgctcaccc attgcccgct cttgatgagg aacgctccac attgacagcg aactcacagc 600 
acgcaccctc cgcgagcgga ctttcacgag cgaggcaaga atccatcgtc accccgccta 660 
cacgtacact actccacttg ggtgcccacg cgcggcttct gggagacaga gacggtcctc 720 
gttttccgtg tcagaacttt gtcgaggaaa cgctgctgct ggcagcgggg attgtgaccc 780 
ccctcggcga acgggcgaag ccgccctgtc gcgcgtcgcg actcagctga ggcgacaggc 840 
ggtcggcggc gtgacctctc tttctttttg cattcggccc tgattgcagc acgaagg atg 900 

Met 
1 

gag gtc agg gtc gga ggc aag tac cga ctt ggt egg aag ate ggc age 948 
Glu Val Arg Val Gly Gly Lys Tyr Arg Leu Gly Arg Lys lie Gly Ser 

5 10 15 

ggg tea ttc ggt gat att tat ate ggt gea aac att ttg acg ggg gat 996 
Gly Ser Phe Gly Asp lie Tyr lie Gly Ala Asn lie Leu Thr Gly Asp 

20 25 30 

gag gtg gcg ate aag ttg gag tet ate aag teg aag eac eeg cag etg 1044 
Glu Val Ala lie Lys Leu Glu Ser lie Lys Ser Lys His Pro Gin Leu 

35 40 45 

etc tat gag teg aag etg tae aaa etg etg get gge gge att ggg att 1092 
Leu Tyr Glu Ser Lys Leu Tyr Lys Leu Leu Ala Gly Gly lie Gly lie 
50 55 60 65 

eee atg gtc cac tgg tac ggc ate gaa gga gac tac aat gtt atg gtt 1140 
Pro Met Val His Trp Tyr Gly lie Glu Gly Asp Tyr Asn Val Met Val 

70 75 80 

ate gac ctt etc ggc cet tet etg gag gac ctt ttc agt ate tge aat 1188 
lie Asp Leu Leu Gly Pro Ser Leu Glu Asp Leu Phe Ser lie Cys Asn 

85 90 95 

cgc aaa etc tet etc aag acg gtg ttg atg etc gea gac cag atg etc 1236 



Arg Lys Leu Ser Leu Lys Thr Val Leu Met Leu Ala Asp Gin Met Leu 

100 105 110 

aac cgc ate gag ttt gtc cat age aag aac tte ate eat cge gat ate 1284 
Asn Arg lie Glu Phe Val His Ser Lys Asn Phe lie His Arg Asp lie 

115 120 125 

aaa ccc gac aac ttc etc att ggc cgt gga aag aag atg tec gtc gtc 1332 
Lys Pro Asp Asn Phe Leu lie Gly Arg Gly Lys Lys Met Ser Val Val 
130 135 140 145 

tae ate ate gat tte ggt ttg gea aag aaa tat ega gae eca aag act 1380 
Tyr lie lie Asp Phe Gly Leu Ala Lys Lys Tyr Arg Asp Pro Lys Thr 

150 155 160 

eag caa cat ate cca tac agg gaa ggc aag aac eta aca ggc aca gcg 1428 
Gin Gin His lie Pro Tyr Arg Glu Gly Lys Asn Leu Thr Gly Thr Ala 

165 170 175 

egt tae get tee ate aac aec eae etg ggg ate gag eag agt egg ega 1476 
Arg Tyr Ala Ser lie Asn Thr His Leu Gly lie Glu Gin Ser Arg Arg 

180 185 190 

gae gae eta gag gcg etc ggt tac gtt etc atg tac ttc aat aga ggt 1524 
Asp Asp Leu Glu Ala Leu Gly Tyr Val Leu Met Tyr Phe Asn Arg Gly 

195 200 205 

tet ett ceg tkg eag ggt etg aag gcg acg aeg aag aag gae aaa tac 1572 
Ser Leu Pro Xaa Gin Gly Leu Lys Ala Thr Thr Lys Lys Asp Lys Tyr 
210 215 220 225 

gae aag att atg gag aag aaa atg tet act ccc ate gaa att ttg tge 1620 
Asp Lys lie Met Glu Lys Lys Met Ser Thr Pro lie Glu lie Leu Cys 

230 235 240 

aag eat tte eca tte gag tte ate aec tac ttg aat tac tge egg tec 1668 
Lys His Phe Pro Phe Glu Phe lie Thr Tyr Leu Asn Tyr Cys Arg Ser 

245 250 255 

etg ege tte gag gat egt eet gae tae gea tae ttg ega cgc etg tte 1716 
Leu Arg Phe Glu Asp Arg Pro Asp Tyr Ala Tyr Leu Arg Arg Leu Phe 

260 265 270 

aaa gac ttg ttt ttt aga gag gga tat cag tac gac ttc ate ttc gac 1764 
Lys Asp Leu Phe Phe Arg Glu Gly Tyr Gin Tyr Asp Phe lie Phe Asp 

275 280 285 

tgg act tte ate aac aeg gag aag gat ege gcg agt ega aga age eag 1812 
Trp Thr Phe lie Asn Thr Glu Lys Asp Arg Ala Ser Arg Arg Ser Gin 
290 295 300 305 

caa gtt tat gtg gaa gac aac egg caa gtt gag gag aat cag aac gag 1860 
Gin Val Tyr Val Glu Asp Asn Arg Gin Val Glu Glu Asn Gin Asn Glu 

310 315 320 

ttg ceg atg tag ggtggteggt gtgeggaggc eggeggggag egtggagtee 1912 
Leu Pro Met * 

gctgagtctg gaagtctgca gactgtgctc tggcactega eecacttgtt tgtgtttcec 1972 
tcgaetegcg caggtcgagg aaaaeagaga cgaaeaggtt acecaggagt gtttttggte 2 032 
aggaegegeg tetecetctg agtttcgeaa agttgccect ggaa 2076 

<210> 4 
<211> 324 
<212> PRT 

<213> Toxoplasma gondii 
<400> 4 
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Met 


Glu 


Val 


Arg 


Val 


Gly 


Gly 


Lys 


Tyr 


Arg 


Leu 


Gly 


Arg 


Lys 


He 


Gly 


1 








5 










10 










15 




Ser 


Gly 


Ser 


Phe 


I— 11 ^ 

Gly 


Asp 


He 


Tyr 


He 


Gly 


Ala 


Asn 


He 


Leu 


Thr 


Gly 








20 










25 










30 






Asp 


Glu 


Val 


Ala 


He 


Lys 


Leu 


Glu 


Ser 


He 


Lys 


Ser 


Lys 


His 


Pro 


Gin 






35 










40 










45 








Leu 


Leu 


Tyr 


Glu 


Ser 


Lys 


Leu 


Tyr 


Lys 


Leu 


Leu 


Ala 


Gly 


Gly 


He 


Gly 




50 










55 










60 










lie 


Pro 


Met 


Val 


His 


Trp 


Tyr 


Gly 


He 


Glu 


Gly 


Asp 


Tyr 


Asn 


Val 


Met 


65 










70 










75 










80 


Val 


He 


Asp 


Leu 


Leu 


Gly 


Pro 


Ser 


Leu 


Glu 


Asp 


Leu 


Phe 


Ser 


He 


Cys 










85 










90 










95 




Asn 


Arg 


Lys 


Leu 


Ser 


Leu 


Lys 


Thr 


Val 


Leu 


Met 


Leu 


Ala 


Asp 


Gin 


Met 








100 










105 










110 






Leu 


Asn 


Arg 


He 


Glu 


Phe 


Val 


His 


Ser 


Lys 


Asn 


Phe 


He 


His 


Arg 


Asp 






115 










120 










125 








He 


Lys 


Pro 


Asp 


Asn 


Phe 


Leu 


He 


Gly 


Arg 


Gly 


Lys 


Lys 


Met 


Ser 


Val 




130 










135 










140 










Val 


Tyr 


He 


He 


Asp 


Phe 


Gly 


Leu 


Ala 


Lys 


Lys 


Tyr 


Arg 


Asp 


Pro 


Lys 


145 










150 










155 










160 


Thr 


Gin 


Gin 


His 


He 


Pro 


Tyr 


Arg 


Glu 


Gly 


Lys 


Asn 


Leu 


Thr 


Gly 


Thr 










165 










170 










175 




Ala 


Arg 


Tyr 


Ala 


Ser 


He 


Asn 


Thr 


His 


Leu 


Gly 


He 


Glu 


Gin 


Ser 


Arg 








180 










185 










190 






Arg 


Asp 


Asp 


Leu 


Glu 


Ala 


Leu 


Gly 


Tyr 


Val 


Leu 


Met 


Tyr 


Phe 


Asn 


Arg 






195 










200 










205 








Gly 


Ser 


Leu 


Pro 


Trp 


Gin 


Gly 


Leu 


Lys 


Ala 


Thr 


Thr 


Lys 


Lys 


Asp 


Lys 




210 










215 










220 










Tyr 


Asp 


Lys 


He 


Met 


Glu 


Lys 


Lys 


Met 


Ser 


Thr 


Pro 


He 


Glu 


He 


Leu 


225 










230 










235 










240 


Cys 


Lys 


His 


Phe 


Pro 


Phe 


Glu 


Phe 


He 


Thr 


Tyr 


Leu 


Asn 


Tyr 


Cys 


Arg 










245 










250 










255 




Ser 


Leu 


Arg 


Phe 


Glu 


Asp 


Arg 


Pro 


Asp 


Tyr 


Ala 


Tyr 


Leu 


Arg 


Arg 


Leu 








260 










265 










270 






Phe 


Lys 


Asp 


Leu 


Phe 


Phe 


Arg 


Glu 


Gly 


Tyr 


Gin 


Tyr 


Asp 


Phe 


He 


Phe 






275 










280 










285 








Asp 


Trp 


Thr 


Phe 


He 


Asn 


Thr 


Glu 


Lys 


Asp 


Arg 


Ala 


Ser 


Arg 


Arg 


Ser 




290 










295 










300 










Gin 


Gin 


Val 


Tyr 


Val 


Glu 


Asp 


Asn 


Arg 


Gin 


Val 


Glu 


Glu 


Asn 


Gin 


Asn 


305 










310 










315 










320 


Glu 


Leu 


Pro 


Met 



























<210> 5 
<211> 2373 
<212> DNA 

<213> Toxoplasma gondii 

<220> 

<221> CDS 

<222> (119) . . . (1417) 
<400> 5 

ttaaccctca ctaaagggaa caaaagctgg agctccaccg cggtggcggc gcaccgagga 60 
aaacgcagct cgtaagagac agttctctcg gtgagaagag ctatccgaga aggacacc 118 



-6- 



■ 



atg gcg cac cat caa gac acc cgc aac cac acg ggg gtc gga ccc tct 166 
Met Ala His His Gin Asp Thr Arg Asn His Thr Gly Val Gly Pro Ser 

15 10 15 

teg tct ate eet etg aaa gat ttg aag ate gcc gge gtc tgg aaa ate 214 
Ser Ser lie Pro Leu Lys Asp Leu Lys lie Ala Gly Val Trp Lys lie 

20 25 30 

ggc aga aaa ate gga tec ggt tec ttc ggc gac ata tae aaa gge etg 262 
Gly Arg Lys lie Gly Ser Gly Ser Phe Gly Asp lie Tyr Lys Gly Leu 

35 40 45 

aat tct cag ace ggt cag gag gtg gcg etg aag gtc gaa age acc aag 310 
Asn Ser Gin Thr Gly Gin Glu Val Ala Leu Lys Val Glu Ser Thr Lys 

50 55 60 

gcg aag eat ecg cag ttg etg tae gaa tae aaa ett ttg aag cat ttg 358 
Ala Lys His Pro Gin Leu Leu Tyr Glu Tyr Lys Leu Leu Lys His Leu 
65 70 75 80 

cag gga gga aeg gge att get caa gtg ttc tgt tge gag act gcg ggc 406 
Gin Gly Gly Thr Gly lie Ala Gin Val Phe Cys Cys Glu Thr Ala Gly 

85 90 95 

gac eat aac ate atg gcc atg gag ttg etc gga cct tct tta gag gac 454 
Asp His Asn lie Met Ala Met Glu Leu Leu Gly Pro Ser Leu Glu Asp 

100 105 110 

gtc ttc aac ttg tge aat cgc acc ttc tct etc aaa acc att ctt ett 502 
Val Phe Asn Leu Cys Asn Arg Thr Phe Ser Leu Lys Thr lie Leu Leu 

115 120 125 

etc gee gac cag ttt etg caa cgc gtc gag tae ate cac tee aag aat 550 
Leu Ala Asp Gin Phe Leu Gin Arg Val Glu Tyr lie His Ser Lys Asn 

130 135 140 

ttc att cac aga gat ate aaa eca gat aac ttt ett etc ggc ggt gcc 598 
Phe He His Arg Asp He Lys Pro Asp Asn Phe Leu Leu Gly Gly Ala 
145 150 155 160 

ggc aat caa aac aeg ate tae gtg ate gac ttc ggc etg gcg aag aag 646 
Gly Asn Gin Asn Thr He Tyr Val He Asp Phe Gly Leu Ala Lys Lys 

165 170 175 

ttt cgc gat ecg aaa acg cac caa cat att ecg tae aga gaa aac aag 694 
Phe Arg Asp Pro Lys Thr His Gin His He Pro Tyr Arg Glu Asn Lys 

180 185 190 

aat etc acg gga aeg gcg cgc tac gcg tec ate agt gcg cat etg ggt 742 
Asn Leu Thr Gly Thr Ala Arg Tyr Ala Ser He Ser Ala His Leu Gly 

195 200 205 

tec gag cag agt cgc ega gat gac etc gaa gea gtc gge tae gtt etc 790 
Ser Glu Gin Ser Arg Arg Asp Asp Leu Glu Ala Val Gly Tyr Val Leu 

210 215 220 

atg tac ttc tgt ega gga ggc acg etg cct tgg cag ggc ate aaa gcg 838 
Met Tyr Phe Cys Arg Gly Gly Thr Leu Pro Trp Gin Gly He Lys Ala 
225 230 235 240 

aat ace aaa cag gag aag tae cac aag ate atg gag aag aag atg teg 886 
Asn Thr Lys Gin Glu Lys Tyr His Lys He Met Glu Lys Lys Met Ser 

245 250 255 

acg ccc gtc gag gtg eta tge aag gga tat eca age gaa ttt gcc aca 934 
Thr Pro Val Glu Val Leu Cys Lys Gly Tyr Pro Ser Glu Phe Ala Thr 

260 265 270 

tac ttg cac tac tge cgc tee ttg ega ttc gag gac ega ecg gac tac 982 
Tyr Leu His Tyr Cys Arg Ser Leu Arg Phe Glu Asp Arg Pro Asp Tyr 

275 280 285 

gcc tac etc aag ega etc ttt ega gat etc tac ate aaa gag ggc tac 1030 

-7- 



Ala Tyr Leu Lys Arg Leu 
290 

gat gac agt gac cgc gaa 
Asp Asp Ser Asp Arg Glu 
305 310 

agt etc gga ccg cca age 
Ser Leu Gly Pro Pro Ser 

325 

gac acc cga acg cga ggg 
Asp Thr Arg Thr Arg Gly 

340 

egg agt ggc gac cgc gaa 
Arg Ser Gly Asp Arg Glu 
355 

ggc aat cct teg atg gca 
Gly Asn Pro Ser Met Ala 
370 

cat gaa cgc acg agt ctg 
His Glu Arg Thr Ser Leu 
385 390 
act tct acg egg aaa gaa 
Thr Ser Thr Arg Lys Glu 

405 

aga ttt tct tgt ctt cca 
Arg Phe Ser Cys Leu Pro 

420 



Phe Arg Asp Leu Tyr lie 
295 300 
ttc gac tgg aca gtg aaa 
Phe Asp Trp Thr Val Lys 

315 

agt cga gcg caa cat gtt 
Ser Arg Ala Gin His Val 

330 

aag egg gag aca gat cga 
Lys Arg Glu Thr Asp Arg 

345 

cga gga ate cat ttc age 
Arg Gly lie His Phe Ser 
360 

acg aac cec ggc ggc ctg 
Thr Asn Pro Gly Gly Leu 
375 380 
gtg gat cag gga gac cgt 
Val Asp Gin Gly Asp Arg 

395 

gac gcg aag gac ggc aga 
Asp Ala Lys Asp Gly Arg 

410 

ctg tta tgt egg cgc tct 
Leu Leu Cys Arg Arg Ser 
425 



Lys Glu Gly Tyr 

ctt teg teg cgc 1078 
Leu Ser Ser Arg 

320 

tta ctg agt caa 1126 
Leu Leu Ser Gin 
335 

cct gte get gcg 1174 
Pro Val Ala Ala 

350 

aac ggg aac gtg 1222 

Asn Gly Asn Val 

365 

tea gte atg gtg 1270 
Ser Val Met Val 

ggg teg cgc gaa 1318 
Gly Ser Arg Glu 

400 

tgg cca gga ggc 1366 
Trp Pro Gly Gly 
415 

ccg acg aag gee 1414 
Pro Thr Lys Ala 
430 



tag atgaactgcg gaggegctec tgtccccgea gttggcatct ctctccttca 1467 
ttgtcgttgt tecectgcaa ctegagtcca cecttgacat cctegtctet ctettcctgt 1527 
cggtttectc tttetegtec tetceccect agettegtte tetcetttct atcctgette 1587 
ggegtcgect caettctete etcacttete teecttttgt ttttettcge ggegtctete 1647 
ettcactctg tetcegcete tgacgcegeg egggagecgt ttcetgeagg eageteagge 1707 
aatacctgcc tgcaggtgcc tctccttttt gagcgtetct ctttcctegt egaaaeggtc 1767 
cteacagett cetctccctg gggacgccgt gggcgtaagt tctttttttg aeggtcccgg 1827 
tgggctggcg ttgttcgcct gecttccgeg catgeactec gagcattttt gectggcctg 1887 
gacttcteeg agegagagtt geggtttggc ttctgeateg teteetgcge tgettteatt 1947 
tctetaggtt tetgettgeg gectecgtgt acagaaatcg gaaggtgaag gegtagtggc 2007 
cagagaaega ageaaacgag agaaecacgt teeaecttgt gcgeacgeat gcatctaege 2067 
atgcacggta tttaagcega ttttttgtgt atgtatatag atgtatatat atatgtatet 2127 
acatgtatct acctatatat atgtgtgtgt gtaagtggaa gtgtattttt gcatgtgcag 2187 
aaagctttet tttcegctgg catgctggaa gaagggeagg aggegacgat cetgegagtc 2247 
agggegttce cttgtttcea gtgagttaac cgaattgttt attgatatgc gtttgcatgc 2307 
ategacaatg gatcctagae acgeccgttt aaaatcagag gtattectaa aaaaaaaaaa 2367 
aaaaaa 2373 



<210> 6 
<211> 432 
<212> PRT 

<213> Toxoplasma gondii 



<400> 6 

Met Ala His His Gin Asp Thr Arg Asn His Thr Gly Val Gly Pro Ser 

15 10 15 

Ser Ser lie Pro Leu Lys Asp Leu Lys lie Ala Gly Val Trp Lys lie 

20 25 30 
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Gly Arg Lys lie 
35 

Asn Ser Gin Thr 
50 

Ala Lys His Pro 
65 

Gin Gly Gly Thr 

Asp His Asn lie 

100 

Val Phe Asn Leu 
115 

Leu Ala Asp Gin 
130 

Phe lie His Arg 
145 

Gly Asn Gin Asn 

Phe Arg Asp Pro 

180 

Asn Leu Thr Gly 

195 

Ser Glu Gin Ser 
210 

Met Tyr Phe Cys 
225 

Asn Thr Lys Gin 

Thr Pro Val Glu 

260 

Tyr Leu His Tyr 
275 

Ala Tyr Leu Lys 
290 

Asp Asp Ser Asp 
305 

Ser Leu Gly Pro 

Asp Thr Arg Thr 

340 

Arg Ser Gly Asp 
355 

Gly Asn Pro Ser 

370 

His Glu Arg Thr 
385 

Thr Ser Thr Arg 

Arg Phe Ser Cys 

420 



<210> 7 
<211> 543 
<212> DNA 



Glv 


Ser 


Gly 


Ser 








40 


Gly 


Gin 


Glu 


Val 






55 




Gin 


Leu 


Leu 


Tyr 




70 






Gly 


He 


Ala 


Gin 


85 








Met 


Ala 


Met 


Glu 


Cvs 


Asn 




Thr 








120 


Phe 


Leu 


Gin 


Arg 






135 




Asp 


He 


Lys 


Pro 




150 






Thr 


He 


Tyr 


Val 


165 








Lys 


Thr 


His 


Gin 


Thr 


Ala 


Arcr 


Tvr 








200 


Arg 


Arg 


Asp 


Asp 






215 




Arg 


Gly 


Gly 


Thr 




230 






Glu 


Lys 


Tyr 


His 


245 








Val 


Leu 


Cys 


Lys 


Cvs 


Arcr 


Ser 


Leu 








280 


Arg 


Leu 


Phe 


Arg 






295 




Arg 


Glu 


Phe 


Asp 




310 






Pro 


Ser 


Ser 


Arg 


325 








Arg 


Gly 


Lys 


Arg 


Arg 


Glu 


Arg 


Gly 








360 


Met 


Ala 


Thr 


Asn 






375 




Ser 


Leu 


Val 


Asp 




390 






Lys 


Glu 


Asp 


Ala 


405 








Leu 


Pro 


Leu 


Leu 



Phe 


Gly 


Asp 


He 


Ala 


Leu 


Lvs 


Val 








60 


Glu 


Tyr 


Lys 


Leu 






75 




Val 


Phe 


Cys 


Cys 




90 






Leu 


Leu 


Gly 


Pro 


105 








Phe 


Ser 


Leu 


Lys 


Val 


Glu 


Tvr 


He 

^ ^ 








140 


Asp 


Asn 


Phe 


Leu 






155 




He 


Asp 


Phe 


Gly 




170 






His 


He 


Pro 


Tyr 


185 








Ala 


Ser 


He 


Ser 


Leu 


Glu 


Ala 


Val 








220 


Leu 


Pro 


Trp 


Gin 






235 




Lys 


He 


Met 


Glu 




250 






Gly 


Tyr 


Pro 


Ser 


265 








Arg 


Phe 


Glu 


Asp 


ASD 


Leu 

^^^^ 


Tvr 


He 








300 


Trp 


Thr 


Val 


Lys 






315 




Ala 


Gin 


His 


Val 




330 






Glu 


Thr 


Asp 


Arg 


345 








He 


His 


Phe 


Ser 


Pro 


Gly 


Gly 


Leu 








380 


Gin 


Gly Asp 


Arg 






395 




Lys 


Asp 


Gly Arg 




410 






Cys 


Arg 


Arg 


Ser 



425 



Tyr Lys Gly Leu 
45 

Glu Ser Thr Lys 

Leu Lys His Leu 

80 

Glu Thr Ala Gly 
95 

Ser Leu Glu Asp 
110 

Thr He Leu Leu 
125 

His Ser Lys Asn 

Leu Gly Gly Ala 

160 

Leu Ala Lys Lys 
175 

Arg Glu Asn Lys 
190 

Ala His Leu Gly 

205 

Gly Tyr Val Leu 

Gly He Lys Ala 

240 

Lys Lys Met Ser 

255 

Glu Phe Ala Thr 
270 

Arg Pro Asp Tyr 
285 

Lys Glu Gly Tyr 

Leu Ser Ser Arg 

320 

Leu Leu Ser Gin 
335 

Pro Val Ala Ala 
350 

Asn Gly Asn Val 
365 

Ser Val Met Val 

Gly Ser Arg Glu 

400 

Trp Pro Gly Gly 
415 

Pro Thr Lys Ala 
430 
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<213> Toxoplasma gondii (EST) 
<400> 7 

agaatttcat tcacagagat atcaaaccag ataactttct tctcggcggt gccggcaatc 60 
aaaacacgat ctacgtgatc gacttcggcc tggcgaagaa gtttcgcgat ccgaaaacgc 12 0 
accaacatat tccgtacaga gaaaacaaga atctcacggg aacggcgcgc tacgcgtcca 180 
tcagtgcgca tctgtgttcc gagcagagtc gccgagatga cctcgaagca gtcggctacg 240 
ttctcatgta cttctgtcga ggaggcacgc tgccttggca gggcatcaaa gcgaatacca 300 
aacaggagaa gtaccacaag atcatggaga agaagatgtc gacgcccgtc gaggtgctat 360 
gcaagggata tccaagcgaa tttgccacat acttgcacta ctgccgctcc ttgcgattcg 420 
aggaccgacc ggactacgcc tacctcaagc gactctttcg agatctctac atcaaagagg 480 
gctacgatga cagtgaccgc gaattcgact ggacagtgaa actttcgtcg cgcagtctcg 540 
gac 543 
<210> 8 
<211> 341 
<212> DNA 

<213> Toxoplasma gondii (EST) 
<400> 8 

gatatccaag cgaatttgcc acatacttgc actactgccg ctccttgcga ttcgaggacc 60 
gaccggacta cgcctacctc aagcgactct ttcgagatct ctacatcaaa gagggctacg 120 
atgacagtga ccgcgaattc gactggacag tgaaactttc gtcgcgcagt ctcggaccgc 180 
caagcagtcg agcgcaacat gttttactga gtcaagacac ccgaacgcga gggaagcggg 240 
agacagatcg acctgtcgct gtgcggagtg gcgaccgcga acgaggaatc catttcagca 300 
acgggaacgt gggcaatccc tccgatggca acgaaccccc g 341 

<210> 9 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide 
<400> 9 

gatatcaaac cagataactt tcttctcggc 30 

<210> 10 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide 
<400> 10 

caaggagcgg cagtagtgca agt 23 

<210> 11 
<211> 21 
<212> PRT 

<213> Eimeria tenella (peptide) 
<400> 11 
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Ala Lys Asp Leu lie Arg Lys Met Leu Ala Tyr Val Pro Ser Met Arg 

15 10 15 

lie Ser Ala Arg Asp 

20 



<210> 12 
<211> 20 
<212> PRT 

<213> Eimeria tenella (peptide) 

<400> 12 

Ala Val Lys Val lie Ser Lys Arg Gin Val Lys Gin Lys Thr Asp Lys 

15 10 15 

Glu Leu Leu Leu 

20 



<210> 13 
<211> 18 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> peptide 
<400> 13 

Arg Arg Lys Asp Leu His Asp Asp Glu Glu Asp Glu Ala Met Ser lie 

15 10 15 

Thr Ala 



<210> 14 
<211> 11 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> peptide 
<400> 14 

Arg Arg Ala Asp Asp Ser Asp Asp Asp Asp Asp 
15 10 



<210> 15 
<211> 15 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> peptide 
<400> 15 
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Pro Leu Ala Arg Thr Leu Ser Val Ala Gly Leu Pro Gly Lys Lys 
15 10 15 



<210> 16 
<211> 11 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> peptide 
<400> 16 

Met His Lys Asn Glu Thr Val Glu Cys Leu Lys 
15 10 



<210> 17 
<211> 10 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> peptide 
<400> 17 

Asp Asp Asp Glu Glu Ser lie Thr Arg Arg 
15 10 



<210> 18 
<211> 7 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> peptide 
<400> 18 

Leu Arg Arg Ala Ser Leu Gly 
1 5 



<210> 19 
<211> 14 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> peptide 
<400> 19 

Lys Arg Arg Arg Ala Leu Ser Val Ala Ser Leu Pro Gly Leu 
15 10 
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<210> 20 
<211> 10 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> peptide 
<400> 20 

Arg Arg Arg Glu Glu Glu Thr Glu Glu Glu 
15 10 

<210> 21 
<211> 324 
<212> PRT 

<213> Plasmodium falcipar\im 



<400> 21 



Met 


Glu 


He 


Arg 


Val 


Ala 


Asn 


Lys 


Tyr 


Ala 


Leu 


Gly 


Lys 


Lys 


Leu 


Gly 


1 








5 










10 










15 




Ser 


Gly 


Ser 


Phe 


Gly 


Asp 


He 


Tyr 


Val 


Ala 


Lys 


Asp 


He 


Val 


Thr 


Met 








20 










25 










30 






Glu 


Glu 


Phe 


Ala 


Val 


Lys 


Leu 


Glu 


Ser 


Thr 


Arg 


Ser 


Lys 


His 


Pro 


Gin 






35 










40 










45 








Leu 


Leu 


Tyr 


Glu 


Ser 


Lys 


Leu 


Tyr 


Lys 


He 


Leu 


Gly 


Gly 


Gly 


He 


Gly 




50 










55 










60 










Val 


Pro 


Lys 


Val 


Tyr 


Trp 


Tyr 


Gly 


He 


Glu 


Gly 


Asp 


Phe 


Thr 


He 


Met 


65 










70 










75 










80 


Val 


Leu 


Asp 


Leu 


Leu 


Gly 


Pro 


Ser 


Leu 


Glu 


Asp 


Leu 


Phe 


Thr 


Leu 


Cys 










85 










90 










95 




Asn 


Arg 


Lys 


Phe 


Ser 


Leu 


Lys 


Thr 


Val 


Arg 


Met 


Thr 


Ala 


Asp 


Gin 


Met 








100 










105 










110 






Leu 


Asn 


Arg 


He 


Glu 


Tyr 


Val 


His 


Ser 


Lys 


Asn 


Phe 


He 


His 


Arg 


Asp 






115 










120 










125 








lie 


Lys 


Pro 


Asp 


Asn 


Phe 


Leu 


He 


Gly Arg 


Gly 


Lys 


Lys 


Val 


Thr 


Leu 




130 










135 










140 










He 


His 


He 


He 


Asp 


Phe 


Gly 


Leu 


Ala 


Lys 


Lys 


Tyr 


Arg 


Asp 


Ser 


Arg 


145 










150 










155 










160 


Ser 


His 


Thr 


Ser 


Tyr 


Pro 


Tyr 


Lys 


Glu 


Gly 


Lys 


Asn 


Leu 


Thr 


Gly 


Thr 










165 










170 










175 




Ala 


Arg 


Tyr 


Ala 


Ser 


He 


Asn 


Thr 


His 


Leu 


Gly 


He 


Glu 


Gin 


Ser 


Arg 








180 










185 










190 






Arg 


Asp 


Asp 


He 


Glu 


Ala 


Leu 


Gly Tyr Val 


Leu 


Met 


Tyr 


Phe 


Leu 


Arg 






195 










200 










205 








Gly 


Ser 


Leu 


Pro 


Trp 


Gin 


Gly 


Leu 


Lys 


Ala 


He 


Ser 


Lys 


Lys 


Asp 


Lys 




210 










215 










220 










Tyr 


Asp 


Lys 


He 


Met 


Glu 


Lys 


Lys 


He 


Ser 


Thr 


Ser 


Val 


Glu 


Val 


Leu 


225 










230 










235 










240 


Cys 


Arg 


Asn 


Ala 


Ser 


Phe 


Glu 


Phe 


Val 


Thr 


Tyr 


Leu 


Asn 


Tyr 


Cys 


Arg 










245 










250 










255 




Ser 


Leu 


Arg 


Phe 


Glu 


Asp 


Arg 


Pro 


Asp 


Tyr 


Thr 


Tyr 


Leu 


Arg 


Arg 


Leu 








260 










265 










270 






Leu 


Lys 


Asp 


Leu 


Phe 


He 


Arg 


Glu 


Gly 


Phe 


Thr 


Tyr 


Asp 


Phe 


Leu 


Phe 






275 










280 










285 
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Asp 


Trp 


Thr 


Cys 


Val 


Tyr 


Ala 


Ser 




290 










2 95 




Glu 


Asn 


Lys 


Asn 


Arg 


Phe 


Asp 


Gin 


305 










310 






Gin 


Arg 


Asn 


Asn 










<210> 22 












<211> 353 












<212> PRT 












<213> Leshmania 


major 






<400> 22 












Met 


Asn 


Val 


Glu 


Leu 


Arg 


Val 


Gly 


1 








5 










Gly 


.^Kl 

ser 


Gly 


Ser 


Phe 


Gly 


Glu 








20 










Tnr 


Gly 


Asp 


Pro 


Val 


Ala 


He 


Lys 






35 










40 


Pro 


Gin 


Leu 


Thr 


Tyr 


Glu 


Ser 


Arg 




50 










55 




Cjiy 


Gly 


TV T — , 

Ala 


Val 


Gly 


He 


Pro 


Met 


65 










70 






on** 
C9IU 


Pne 


Asn 


Val 


Met 


Val 


He 


Glu 










85 








Lieu 


pne 


oer 


Phe 


Cys 


Gly 


Arg 


Arg 








100 










Leu 


Ala 


Asp 


Gin 


Met 


He 


Ser 


Arg 






"lie 

115 










120 


Val 


Leu 


His 


Arg 


Asp 


He 


Lys 


Pro 




130 










135 




Lys 


Lys 


Gly 


His 


His 


Val 


Tyr 


He 


145 










150 






Tyr 


Arg 


Asp 


Pro 


Arg 


Thr 


His 


Ala 










165 








Ser 


Leu 


Thr 


Gly 


Thr 


Ala 


Arg 


Tyr 








180 










Val 


Glu 


Gin 


Gly 


Arg 


Arg 


Asp 


Asp 






195 










200 


Met 


Tyr 


Phe 


Leu 


Arg 


Gly 


Ser 


Leu 




210 










215 




Thr 


Lys 


Gin 


Glu 


Lys 


Tyr 


Asn 


Arg 


225 










230 






Pro 


Val 


Glu 


Leu 


Leu 


Cys 


Lys 


Gly 










245 








Met 


Asn 


Tyr 


Val 


Arg 


Ala 


Leu 


Arg 








260 










Tyr 


Leu 


Lys 


Arg 


Met 


Phe 


Arg 


Asp 






275 










280 


Val 


Asp 


Tyr 


Val 


Phe 


Asp 


Trp 


Thr 




290 










295 




Gin 


Glu 


Gin 


Gin 


Ser 


Phe 


Pro 


Gly 


305 










310 







Glu 


Lys 


Asp 


Lys 


Lys 


Lys 


Met 


Leu 








300 










Thr 


Ala 


Asp 


Gin 


Glu 


Gly 


Arg 


Asp 






315 










320 


Asn 


Arg 


Tyr 


Arg 


He 


Gly 


Gin 


Lys 




10 










15 




He 


Phe 


Arg 


Gly 


Thr 


Asn 


He 


Gin 


25 










30 






Leu 


Glu 


Gin 


Val 


Lys 


Thr 


Arg 


His 










45 








Phe 


Tyr 


Arg 


He 


Leu 


Gly 


Ser 


Gly 








60 










Met 


Phe 


Tyr 


His 


Gly 


Val 


Glu 


Gly 






75 










80 


Leu 


Leu 


Gly 


Pro 


Ser 


IT ^ - - 

Leu 


Glu 


Asp 




90 










95 




Leu 


Ser 


Leu 


Lys 


Thr 


Thr 


Leu 


Met 


105 










110 






He 


Glu 


Phe 


Val 


His 


Ser 


Lys 


Ser 










125 








Asp 


Asn 


Phe 


Leu 


Met 


Gly 


Thr 


y^ ^ 
Gly 








140 










He 


Asp 


Phe 


Gly 


Leu 


Ala 


Lys 


Lys 






155 










160 


His 


He 


Pro 


Tyr 


Lys 


Glu 


Gly 


Lys 




170 










175 




Cys 


Ser 


He 


Asn 


ml— 

Thr 


His 


Met 


Gly 


185 










190 






Met 


Glu 


Gly 


He 


Gly 


Tyr 


He 


Leu 










205 








Pro 


Trp 


Gin 


Gly 


Leu 


Lys 


Ala 


His 








220 










He 


Ser 


Glu 


Arg 


Lys 


Gin 


Thr 


Thr 






235 










240 


Phe 


Pro 


Ser 


Glu 


Phe 


Ala 


Ala 


Tyr 




250 










255 




Phe 


Glu 


Asp 


Lys 


Pro 


Asp 


Tyr 


Ser 


265 










270 






Leu 


Phe 


Val 


Arg 


Glu 


Gly 


Tyr 


His 










285 








Leu 


Lys 


Arg 


He 


His 


Glu 


Ser 


Leu 








300 










Gly 


Ser 


Asn 


Gly 


Gly 


Gly 


Ala 


Ala 






315 










320 



- 14- 



Gly Asn Gly Ser Pro Val Asn Gin Ser Pro Ala Gin Gly Gly Asn Gly 

325 330 335 

Gly Ala Pro Asn Ser Ala Asn Asn Gin Glu Ser Gly Ala Pro Glu Gin 

340 345 350 

Gin 



<210> 23 
<211> 330 
<212> PRT 

<213> Trypanosoma cruzi 
<400> 23 



Met 


Ser 


Leu 


Glu 


Leu 


Arg 


Val 


Gly 


Asn 


Arg 


Phe 


Arg 


Leu 


Gly 


Gin 


Lys 


1 








5 










10 










15 




He 


Gly 


Ala 


Gly 


Ser 


Phe 


Gly 


Glu 


He 


Phe 


Arg 


Gly 


Thr 


Asn 


He 


Gin 








20 










25 










30 






Thr 


Gly 


Glu 


Thr 


Val 


Ala 


He 


Lys 


Leu 


Glu 


Gin 


Ala 


Lys 


Thr 


Arg 


His 






35 










40 










45 








Pro 


Gin 


Leu 


Ala 


Leu 


Glu 


Ala 


Arg 


Phe 


Tyr 


Arg 


He 


Leu 


Asn 


Ala 


Gly 




50 










55 










60 










Gly 


Gly 


Val 


Val 


Gly 


He 


Pro 


Asn 


He 


Leu 


Phe 


Tyr 


Gly 


Val 


Glu 


Gly 


65 










70 










75 










80 


Glu 


Phe 


Asn 


Val 


Met 


Val 


Met 


Asp 


Leu 


Leu 


Gly 


Pro 


Ser 


Leu 


Glu 


Asp 










85 










90 










95 




Leu 


Phe 


Ser 


Phe 


Cys 


Asp 


Arg 


Lys 


Leu 


Ser 


Leu 


Lys 


Thr 


Thr 


Leu 


Met 








100 










105 










110 






Leu 


Ala 


Glu 


Gin 


Met 


He 


Ala 


Arg 


He 


Glu 


Phe 


Val 


His 


Ser 


Lys 


Ser 






115 










120 










125 








Val 


He 


His 


Arg 


Asp 


Met 


Lys 


Pro 


Asp 


Asn 


Phe 


Leu 


Met 


Gly 


Thr 


Gly 




130 










135 










140 










Lys 


Lys 


Gly 


His 


His 


Val 


Tyr 


Val 


Val 


Asp 


Phe 


Gly 


Leu 


Ala 


Lys 


Lys 


145 










150 










155 










160 


Tyr 


Arg 


Asp 


Pro 


Arg 


Thr 


His 


Gin 


His 


He 


Pro 


Tyr 


Lys 


Glu 


Gly 


Lys 










165 










170 










175 




Ser 


Leu 


Thr 


Gly 


Thr 


Ala 


Arg 


Tyr 


Cys 


Ser 


He 


Asn 


Thr 


His 


Leu 


Gly 








180 










185 










190 






He 


Glu 


Gin 


Ser 


Arg 


Arg 


Asp 


Asp 


Leu 


Glu 


Gly 


He 


Gly 


Tyr 


He 


Leu 






195 










200 










205 








Met 


Tyr 


Phe 


Leu 


Arg 


Gly 


Ser 


Leu 


Pro 


Trp 


Gin 


Gly 


Leu 


Lys 


Ala 


His 




210 










215 










220 










Thr 


Lys 


Gin 


Glu 


Lys 


Tyr 


Ser 


Arg 


He 


Ser 


Glu 


Arg 


Lys 


Gin 


Thr 


Thr 


225 










230 










235 










240 


Pro 


Val 


Glu 


Thr 


Leu 


Cys 


Lys 


Gly 


Phe 


Pro 


Ala 


Glu 


Phe 


Ala 


Ala 


Tyr 










245 










250 










255 




Leu 


Asn 


Tyr 


He 


Arg 


Ser 


Leu 


Arg 


Phe 


Glu 


Asp 


Lys 


Pro 


Asp 


Tyr 


Ser 








260 










265 










270 






Tyr 


Leu 


Lys 


Arg 


Leu 


Phe 


Arg 


Glu 


Leu 


Phe 


He 


Arg 


Glu 


Gly 


Tyr 


His 






275 










280 










285 








Val 


Asp 


Tyr 


Val 


Phe 


Asp 


Trp 


Thr 


Leu 


Lys 


Arg 


He 


His 


Glu 


Asn 


Leu 




290 










295 










300 










Lys 


Ala 


Glu 


Gly 


Ser 


Gly 


Gin 


Gin 


Glu 


Gin 


Lys 


Gin 


Gin 


Gin 


Gin 


Gin 



305 310 315 320 

- 15- 



Gin Arg Glu Arg Gly Asp Val Glu 

325 



<210> 24 
<211> 55 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide 
<400> 24 

atggactaca aagacgatga cgacaaggag 

<210> 25 
<211> 34 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide 
<400> 25 

cggtctagat cagagggaga cgcgcgtcct 

<210> 26 
<211> 51 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide 
<400> 26 

atggactaca aagacgatga cgacaaggcg 

<210> 27 
<211> 37 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide 
<400> 27 

cggtctagat caaaaaaaga acttacgccc 

<210> 28 
<211> 68 
<212> DNA 

<213> Artificial Sequence 
<220> 



Gin Ala 
330 



gtcagggtcg gaggcaagta ccgac 55 



gacc 34 



caccatcaag acacccgcaa c 51 



acggcgt 37 



- 16- 



<223> oligonucleotide 
<400> 28 

ggcggatccg aaaatggact acaaagacga tgacgacaag gaggtcaggg tcggaggcaa 60 
gtaccgac 68 

<210> 29 
<211> 64 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide 
<400> 29 

ggcgtgatca aaaatggact acaaagacga tgacgacaag gcgcaccatc aagacacccg 60 
caac 64 

<210> 30 
<211> 41 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide 
<400> 30 

ggcctcgagg gccttcgtcg gagagcgccg acataacagt g 41 

<210> 31 
<211> 39 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide 

<400> 31 

ggcgtcgacg atgttatggt cgcccgcagt ctcgcaaca 39 

<210> 32 
<211> 50 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide 

<400> 32 

ggcgtcgacg atcttgtggt acttctcctg tttggtattc gctttgatgc 50 

<210> 33 
<211> 41 
<212> DNA 



- 17- 



<213> Artificial Sequence 
<220> 

<223> oligonucleotide 
<400> 33 

ggcctcgagc acgttcccgt tgctgaaatg gattcctcgt t 41 

<210> 34 
<211> 57 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide 
<400> 34 

atggactaca aagacgatga cgacaaggac gtccgtgtgg ggggtaagta tcgtttg 57 

<210> 35 
<211> 40 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide 
<400> 35 

cggtctagat cacggttcta actgaggcaa ccgtccaagt 40 

<210> 36 
<211> 70 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide 
<400> 36 

ggcagatctg aaaatggact acaaagacga tgacgacaag gacgtccgtg tggggggtaa 60 
gtatcgtttg 70 

<210> 37 
<211> 11 
<212> PRT 

<213> Eimeria tenella (peptide) 
<400> 37 

Ser Arg His Pro Gin Leu lie Tyr Glu Ser Lys 
15 10 



<210> 38 
<211> 12 
<212> PRT 



- 18- 



<213> Eimeria tenella (peptide) 
<400> 38 

Thr Val Leu Met Leu Ala Asp Gin Met Leu Asn Arg 
15 10 



<210> 39 
<211> 11 
<212> PRT 

<213> Eimeria tenella (peptide) 
<400> 39 

Asp lie Lys Pro Asp Asn Phe Leu lie Gly Arg 

15 10 
<210> 40 
<211> 8 
<212> PRT 

<213> Eimeria tenella (peptide) 
<400> 40 

Thr Gin Ser His lie Pro Tyr Arg 
1 5 



<210> 41 
<211> 14 
<212> PRT 

<213> Eimeria tenella (peptide) 
<400> 41 

Tyr Ala Ser Val Asn Thr His Leu Gly lie Glu Gin Ser Arg 
15 10 



<210> 42 
<211> 11 
<212> PRT 

<213> Eimeria tenella (peptide) 
<400> 42 

Phe Glu Asp Arg Pro Asp Tyr Ser Tyr Leu Arg 
15 10 



<210> 43 
<211> 5 
<212> PRT 

<213> Eimeria tenella (peptide) 
<400> 43 

Asp Leu Phe Phe Arg 
1 5 



- 19- 



<210> 44 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide 
<400> 44 

aaaatggggc agcaggaaag cactcttggg 

<210> 45 
<211> 29 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide 



<400> 45 

gtttccgcag agcttcaaga gcatctgtt 



